Aurora Kinase C, a vital serine-threonine protein Kinase, is an important member of the Aurora Kinase protein family which plays an important role in mitosis is a part of Chromosomal Passenger Complex (CPC). Aurora Kinase C overexpression is found to be linked with several cancer cell lines which demonstrate its oncogenic involvement and activity. Aurora C overexpression in certain cancer types makes it an important target to be considered for cancer therapeutics. The present research work focuses on Aurora Kinase C as an important target for computational studies.
INTRODUCTION
According to WHO Cancer fact sheets, cancer is the second leading cause of deaths throughout the globe which have been responsible for the total of 8. 8 million deaths   worldwide  in  the  year  2015  (ref  link: http://www.who.int/en/news-room/factsheets/detail/cancer ). The burden of cancer have been predicted to be increasing globally, up-to 15 million by the year 2020, wherein the developing countries would be at the higher risk relating to incidences of cancer morbidity and mortality 1 .
Aurora Kinases, the serine-threonine protein kinases that have been evolutionarily conserved are the novel kinases which plays a vital role in normal cell mitosis events as well as tumorigenesis in cancerous cells 2 . During mitosis, the Aurora kinase family of proteins plays an indispensable role at varied stages for cellular development. Their aberrant expression caused by genetic instability could be a cause of cancer due to its over-expression 3 . The three Aurora
Kinases have been found to be mapped on the intrinsically unstable regions of chromosomes giving a better explanation about their aberrant expression in various cancer types such as leukemia 4, 5 . Aurora C expression is found to be normally expressed in the testis, whereas its aberrant expression is also found in certain cancer cell lines 6 .
Of all the three kinases, Aurora Kinase C has been lesser reviewed and is found to be overexpressed in cancer types such as Breast cancer, Colorectal cancer, cervical cancer, prostate cancer, liver cancer as well as Gliomas 3, 4, 6 . It had also been demonstrated that the mechanism of CpG methylation helps in further regulation of the expression of Aurora Kinase C gene in cancerous cells 7 . Aurora Kinase C is considered as a proto-oncogene as it aids for amplification in centrosome and multinucleation activity while its overexpression. Its overexpression in NIH-3T3 cells also promoted tumor formation in nude mice 8 . Overexpression of Aurora Kinase C and its prognostic role had been found to be demonstrated in the invasive breast cancer and prostate cancer cells 9 . Aurora C at the DNA level has been found to exhibit Gene amplification and thus overexpression in the breast cancer cell lines 10 . Increased Aurora Kinase C activity has been found to be involved in tumorigenesis by promoting the cellular proliferation activities 10 . Published Literature suggests the overexpression of Aurora Kinase C in diverse cell lines such as hematological, breast and prostate cancer cell lines 5, 11, 12 .
Overexpression of genes related to Aurora C and Survivin has been found to play an important role in the development of colorectal cancer 12, 13 .
Aurora C overexpression which results in phenotypical expression of polyploid cells with the abnormal centrosome numbers has been found to be provoked in the absence of p53 14 . It had also been found that the overexpression of 
MATERIALS AND METHODS

Aurora C Protein Modeling and protein preparation
The Aurora Kinase C protein structure model had been predicted through its amino acid sequence available in Uniprot (http://www.uniprot.org/) with uniprot ID: rounds in order to produce a refined structural model 21, 22 .
Another round of structural reassembly was performed for the refinement of structural models. Conformations having lower free-energy further refined by full atomic simulation process by the help of ModRefiner and FG-MD 22, 23 .
Preparation of protein prior to docking was done by deleting water molecules and cleaning the protein in YASARA Structure followed by Energy minimization using the YAMBER force field 24 .
Natural ligands dataset and ligand preparation
NPACT (Naturally occurring plant-based Anti-Cancer compound activity Target Database) is an important database related to the plant derived natural anticancer compounds 25 . It consists of around 1500 natural ligands which were further compiled into data-sets and used for the docking purpose. These ligands were cleaned and the hydrogens were added to the ligands for further use using Marvin Sketch tool.
Molecular Docking
YASARA Structure (version 17. 
RESULTS AND DISCUSSION
Aurora C-Protein modelling
The predicted protein model with the C-Score (confidence score) of -0.93 had been selected for further computational studies wherein, the C-score with higher value depicts the model with high confidence. 
CONCLUSION
Aurora Kinase C is overexpressed in many cancer types and can be considered as a target for anti-cancer therapy.
Screening of varied phytochemicals with the protein Aurora 
